Data taken from REFS 2,7 for pairwise segmental duplications (SDs) with >90% identity. *Given the fragmented nature of SDs in the draft chimpanzee genome, the duplication content can only be estimated indirectly on the basis of human duplication content, adjusting for detected differences in SD compared with chimpanzee wholegenome shotgun sequencing 6 . DNA not assigned to a chromosome was not included in these calculations. Consequently, in other genomes the estimate of recent duplication might rise as the quality of the sequence assembly improves. N.D., not determined. NATURE REVIEWS | GENETICS VOLUME 7 | MONTH 2006 | 1
